The title compound, (I), is analogous to N-(3-iodophenyl)-N'-(2-methylbenzoyl) thiourea (II), (Yusof et al., 2007) except that the iodophenyl group is replaced by the 3-methylpyridine group (Fig.1) . The bond lengths and angles are in normal range (Allen et al., 1987) . The central thiourea moiety, S1/N1/N2/C9, pyridine, N3/(C10-C14), and benzene,(C1-C6) rings are each planar with maximum deviation of 0.033 (2)Å for N2 atom from the least square plane. The central thiourea moiety makes dihedral angle with the pyridine and benzene rings of 64.58 (8) and 62.03 (8)° respectively. The dihedral angle between the pyridine and benzene rings (4.03 (10)°) is smaller compared to that in (II) of 31.88 (9)°. The molecule maintains the trans-cis geometry of the thiourea moiety which is stabilized by the intrahydrogen bond between the carbonyl oxygen atom O1 and the thioamide hydrogen atom, H15A. In the crystal structure, the molecules are linked by the N2-H2···O1 and C13-H13···S1 intermolecular hydrogen bonds (symmtery codes as in Table 2 ).
In the title compound, C 15 H 15 N 3 OS, the thiourea group is stabilized by an intramolecular hydrogen bond between the carbonyl O atom and the thioamide group. A C-HÁ Á ÁN intramolecular hydrogen bond is also present. Molecules are linked by intermolecular N-HÁ Á ÁO and C-HÁ Á ÁS hydrogen bonds.
Related literature
For the crystal structure of N-(3-iodophenyl)-N 0 -(2-methylbenzoyl)thiourea, see: Yusof et al. (2007) . For bond-length data, see: Allen et al. (1987) . Mo K radiation = 0.22 mm À1 T = 298 (2) Table 1 Hydrogen-bond geometry (Å , ). Data collection: SMART (Bruker, 2000) ; cell refinement: SAINT (Bruker, 2000) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: SHELXTL (Sheldrick, 2008); software used to prepare material for publication: SHELXTL, PARST (Nardelli, 1995) and PLATON (Spek, 2003) . Fig. 1 . The molecular Structure of (1) with displacement ellipsoids drawn at 50% probability level.The dashed lines indicates the intramolecular hydrogen bonds. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
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Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq S1 0.34243 (7) 0.20705 (8) (7) −0.0295 (7) 0.0001 (6) 0.0024 (7) N1 0.0422 (9) 0.0642 (10) 0.0390 (8) −0.0158 (7) −0.0032 (6) 0.0087 (7) N2 0.0425 (8) 0.0628 (10) 0.0325 (8) −0.0091 (7) −0.0020 (6) 0.0037 (7) 
